The vertical distribution for each taxon (Margarites spp., Crepidula spp., Astyris lunata, Diaphana minuta, Littorinimorpha, Arrhoges occidentalis, Ilyanassa spp., Bittiolum alternatum, Nudibranchia) at each sampling time was characterized using mean depth distribution (MDD) calculated for each sampling time j as the weighted average:
Supplement 1. Autocorrelation of each gastropod taxon

Calculation of mean depth distribution (MDD)
The vertical distribution for each taxon (Margarites spp., Crepidula spp., Astyris lunata, Diaphana minuta, Littorinimorpha, Arrhoges occidentalis, Ilyanassa spp., Bittiolum alternatum, Nudibranchia) at each sampling time was characterized using mean depth distribution (MDD) calculated for each sampling time j as the weighted average: where z i = mean depth of interval i, n ij = number of larvae collected at depth i at time j, and N j = total number of larvae sampled at time j (Tapia et al. 2010) . For each larval taxon, the MDD reflects the larval concentration at the mean depth of any given profile. The time series of MDD for each taxon (Margarites spp., Crepidula spp., Astyris lunata, Diaphana minuta, Littorinimorpha, Arrhoges occidentalis, Ilyanassa spp., Bittiolum alternatum, Nudibranchia) during each sampling period (full moon, quarter moon) was used for autocorrelation analysis. [N 2 = buoyancy frequency, z = depth, u = North-South velocity, v = EastWest velocity, U = scale for horizontal velocity]. To calculate density, the 'polyfit' function in Matlab 7.1 (The Mathworks Co.) was used to determine the relationship between temperature and salinity from the CTD casts; density was extrapolated from the thermistor data. Student's t-test was used to examine the effect of Richardson number (stable: Ri > 0.25 or unstable: Ri < 0.25) on the normalized abundance of each gastropod taxon. 
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